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Fig. 1 Clinical isolate TS12 +/-AIP-3.
Fig. 2 Clinical isolate TS6 +/- AIP-1 (Ala5).
Conclusion: PVL positive Staphylococcus aureus clinical
solates express variable levels of LukF and Hla when cul-
ured in vitro. Modiﬁcation of agr activity by the addition of
ynthetic AIPs suggests that agr has a major role in regulat-
ng PVL expression in these clinical isolates. Some strains,
espite having both lukS and lukF genes and producing AIP,
xpressed little LukF unless additional synthetic AIP was
dded. Upregulation of agr could explain the high levels of
ukF expression in some isolates.
These ﬁndings reveal surprising variation in the in vitro
xpression of PVL in clinical isolates and indicate the poten-
ial for attenuating the virulence of S.aureus.
oi:10.1016/j.ijid.2010.02.1905
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Background: Mutations in the highly conserved tyrosine-
ethionine-aspartate-aspartate (YMDD) motif are fre-
uently associated with resistance to antiviral treatment
nd often followed with hepatitis ﬂare, representing a major
oncern in the treatment of hepatitis B virus (HBV) infection.
revious studies showed that highly expression of hfgl2 gene
s related with necrosis of hepatocytes and development of
ulminant hepatitis.
Methods: To characterize the interaction between HBs
utations resulted by YMDD mutation and the expression of
fgl2 gene, HBs mutation expression plasmids, I195M and
196S were cotransfected with a hfgl2 promoter luciferase
eport construct into CHO cells and HepG2 cells respectively.
Results: Cotransfection of I195M or W196S with hfgl2p(-
334)LUC resulted in a signiﬁcant increase in relative
uciferase activity with an average increase of 3.3-fold and
.7-fold in CHO cells, and 3.5-fold and 4.9-fold increase
s
a
tternational Congress on Infectious Diseases (ICID) Abstracts
espectively in HepG2 cells when compared with pcDNA3.1
mpty vector cotransfected cells. There was no change
n relative luciferase activity when HBs wild plasmid was
otransfected with hfgl2p(-1334)LUC in either CHO or HepG2
ells.
Conclusion: These results suggest that HBs mutations
elated with YMDD mutation induce hfgl2 promoter activity
n both CHO cells and HepG2 cells. It provides new insights
n the interaction between HBV mutation and host gene
fgl2 expression and the mechanism of hepatitis ﬂare fol-
owing YMDD mutation. This work was supported by NSFC
o. 30972606 and National Key Basic Research Program of
hina 2007CB512904.
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Background: Detection and identiﬁcation of known and
nknown viruses can be challenging, especially for those
ith substantial genetic divergence, e.g. caliciviruses. To
ddress this issue, we developed a universal virus detec-
ion assay combining virus capsid enrichment with a generic
CR. We analyzed stool and cell culture samples with our
egenerate oligonucleotide primer (DOP) PCR. Caliciviruses
re small, non-enveloped (+)ssRNA viruses. The family Cali-
iviridae is comprised of four genera, Norovirus, Sapovirus,
esivirus and Lagovirus. Vesiviruses and lagoviruses infect a
ide range of animal hosts; noroviruses and sapoviruses are
ecognized as human pathogens, causing acute gastroenteri-
is. Human noroviruses and sapoviruses cannot be cultured
hich impedes the research of these viruses considerably.
Methods: The ﬁrst step of the assay is the physical and
iochemical puriﬁcation by targeted digestion of contami-
ating host nucleic acids followed by DOP PCR. The primer
opulation is optimized for the detection of virus-sized
enomes. Products can be identiﬁed by cloning and sequenc-
ng or by high throughput sequencing. Various DNA viruses
including HSV, VZV, SV40, AAV, EBV, parvoviruses, and hep-
titis B) and RNA viruses (including HTLV-1, HTLV-2, several
nimal retroviruses, poliovirus, hepatitis A, human corona
irus, human metapneumovirus, and inﬂuenza virus) were
etected in previous studies in cell cultures and clinical
amples.
Results: Human norovirus (stool) and feline calicivirus
vesivirus, cell culture) were identiﬁed with our univer-
al assay. Approximately 35% of the virus genomes were
btained with a single assay. We also identiﬁed enterovirus
equences from an asymptomatic individual.
Conclusion: The ﬁndings presented here demonstrate the
bility of the DOP-PCR assay to not only detect and iden-
ify viruses in clinical and cell culture samples but to also
